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<160> 10 

<170> Patentin Ver. 2.1 

<210> 1 
<211> 749 

<212> DNA 

<213> Cytomegalovirus 

<220> 

<221> VARIANT 

<222> 744 

<223> r = g or a 

<220> 

<221> VARIANT 

<222> 745 

<223> b = g, c or t 
<220> 

<221> VARIANT 

<222> 746 

<223> m = a or c 

<220> 

<221> VARIANT 
<222> 747 

<223> d = a, g or t 
<220> 

<221> VARIANT 
<222> 749 

<223> n = a, t, c, or g 

<400> 1 

cataaaggac cacctacctg ggacgcgcag ttgggcggcg gactgggacg gcatgctgcg 60 
gtgatgctgt cggtgatggt ctcttcctct ctggtcctga tcgtcttttt tctaggcgct 120 
tccgaggagg cgaagccggc gacgacgacg acgataaaga atacaaagcc gcagtgtcgt 180 
ccagaggatt acgcgaccag attgcaagat ctccgcgtca cctttcatcg agtaaaacct 240 



acgttgcaac gtgaggacga ctactccgtg tggctcgacg gtacggtggt caaaggctgt 300 

tggggatgca gcgtcatgga ctggttgttg aggcggtatc tggagatcgt gttccccgca 360 

ggcgaccacg tctatcccgg actcaagacg gaattgcata gtatgcgctc gacgctagaa 420 

tccatctaca aagacatgcg gcaatgcgta agtgtctctg tggcggcgct gtccgcacag 4 80 

aggtaacaac gtgttcatag cacgctgttt tacttttgtc gggctcccag cctctgttag 540 

gttgcggaga taagtccgtg attagtcggc tgtctcagga ggcggaaagg aaatcggata 600 

acggcacgcg gaaaggtctc agcgagttgg acacgttgtt tagccgtctc gaagagtatc 660 

tgcactcgag aaagtagcgt tgcgatttgc agtccgctcc ggtgtcgttc acccagttac 720 

tttaataaac gtactgttta accrbmdcn 749 



<210> 2 

<211> 19 
<212> DNA 

<213> Cytomegalovirus 
<400> 2 

actattctaa ccgcggaag 19 



<210> 3 
<211> 23 
<212> DNA 

<213> Cytomegalovirus 
<400> 3 

cataaaggac cacctacctg gga 2 3 



<210> 4 
<211> 32 
<212> DNA 

<213> Cytomegalovirus 

<400> 4 

tacaaagccg cagtgtcgtc cagaggatta eg 32 



<210> 5 
<211> 26 
<212> DNA 

<213> Cytomegalovirus 
<400> 5 

caacaaccag tccatgacgc tgcatc 2 6 



<210> 6 
<211> 27 
<212> DNA 

<213> Cytomegalovirus 
<400> 6 

gtagatggat tctagcgtcg agcgcat 27 



<210> 7 



<211> 27 
<212> DNA 

<213> Cytomegalovirus 
<400> 7 

tcctgagaca gccgactaat cacggac 2 7 



<210> 8 
<211> 28 
<212> DNA 

<213> Cytomegalovirus 
<400> 8 

tctcgagtgc agatactctt cgagacgg 28 



<210> 9 
<211> 28 
<212> DNA 

<213> Cytomegalovirus 

<400> 9 

gaccaccgta ccgtcgagcc acacggag 2 8 



<210> 10 
<211> 139 
<212> PRT 

<213> Cytomegalovirus 
<400> 10 

Met Leu Ser Val Met Val Ser Ser Ser Leu Val Leu lie Val Phe Phe 
15 10 15 

Leu Gly Ala Ser Glu Glu Ala Lys Pro Ala Thr Thr Thr lie Lys Asn 

20 25 30 

Thr Lys Pro Gin Cys Arg Pro Glu Asp Tyr Ala Thr Arg Leu Gin Asp 

35 40 45 

Leu Arg Val Thr Phe His Arg Val Lys Pro Thr Leu Gin Arg Glu Asp 
50 55 60 

Asp Tyr Ser Val Trp Leu Asp Gly Thr Val Val Lys Gly Cys Trp Gly 
65 70 75 80 

Cys Ser Val Met Asp Trp Leu Leu Arg Arg Tyr Leu Glu lie Val Phe 

85 90 95 

Pro Ala Gly Asp His Val Tyr Pro Gly Leu Lys Thr Glu Leu His Ser 

100 105 110 

Met Arg Ser Thr Leu Glu Ser lie Tyr Lys Asp Met Arg Gin Cys Val 
115 120 125 



Ser Val Ser Val Ala Ala Leu Ser Ala Gin Arg 



130 



135 



